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The soybean GmNFY-B1 transcription factor positively regulates flowering in transgenic Arabidopsis. 9.3 4
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GmIDD Is Induced by Short Days in Soybean and May Accelerate Flowering When Overexpressed in
Arabidopsis via Inhibiting AGAMOUS-LIKE 18. Frontiers in Plant Science, 2021, 12, 629069.

Overexpression of GmGAMYB Accelerates the Transition to Flowering and Increases Plant Height in
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GmFULc Is Induced by Short Days in Soybean and May Accelerate Flowering in Transgenic Arabidopsis
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Linkage Analysis and Multi-Locus Genome-Wide Association Studies Identify QTNs Controlling Soybean
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Identification of loci and candidate genes for plant height in soybean ( Glycine max ) via genome&€wide
association study. Plant Breeding, 2019, 138, 721-732.

Overexpressing Sesamum indicum L.4€™s DGAT1 increases the seed oil content of transgenic soybean.

Molecular Breeding, 2019, 39, 1. 21 1

Genome-wide identification and expression analysis of the <i>VQ«[i> gene family in soybean (<i>Glycine) Tj ETQq1 49784314 rgBT |
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Identification of major QTLs associated with agronomical traits and candidate gene mining in soybean.
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Identification of genetic loci and candidate genes related to soybean flowering through genome wide
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Genome-wide identification and expression analysis of the <i>14-3-3</[i> gene family in soybean
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Transgenic soybean plants expressing <i>Spb18S«</i> dsRNA exhibit enhanced resistance to the soybean
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Functional Analysis of RNA Interference-Related Soybean Pod Borer (Lepidoptera) Genes Based on
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RNA interference-mediated silencing of genes involved in the immune responses of the soybean pod
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Expression of the doubleid€stranded RNA of the soybean pod borer <i>Leguminivora glycinivorella</i>
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Quantitative trait loci with additive and epistatic effects underlying resistance to two <scp>HG</scp>
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Functional conservation and divergence of <i>Gm<scp>CHLI<[scp><[i> genes in polyploid soybean.

Plant Journal, 2016, 88, 584-596. 57 20

Dynamic quantitative trait loci underlies isoflavone accumulation in soybean seed. Plant Breeding,
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Molecular loci associated with seed isoflavone content may underlie resistance to soybean pod borer
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Overexpression of GmERF5, a new member of the soybean EAR motif-containing ERF transcription
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Isolation and Characterization of a Novel Pathogenesis-Related Protein Gene (GmPRP) with Induced
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Impact of epistasis and QTLAA—Aenvironmental interaction on the oil filling rate of soybean seed at
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Races of <i>Phytophthora sojae</i> and Their Virulences on Soybean Cultivars in Heilongjiang, China. 1.4 75
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Stable expression of Arabidopsis vacuolar Na+/H+ antiporter gene AtNHX1, and salt tolerance in
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Euphytica, 2010, 176, 391-402, 1.2 4



56

58

60

ARTICLE IF CITATIONS

Mapping QTL tolerance to Phytophthora root rot in soybean using microsatellite and RAPD/SCAR
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